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Table S1. Program for operation of auto-sampler (same in both methods). Reagent B vial contained 0.1% formic acid in 
acetonitrile. Reagent A vial contained 0.1% formic acid in water. 
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Table S2. DIA isolation window scheme for DIA-PASEF method optimized for the presented platform and whole blood 
from Mitra devices. 
 

 

  



S4 
 

 

 

 

 

Figure S1. Gas phased fractionated data dependent acquisition was used to generate the library for analysis of blood from 
Mitra devices. In each run the m/z range of precursors allowed for fragmentation was limited to 200 m/z, top left are two 
example heat-maps that show the detected precursor ions while the pink diamonds indicate those which were 
fragmented. The histograms on the left represent the m/z, ion mobility, and retention time (RT) distribution of the 
identified precursor ions that were incorporated into the library. The pie charts present the modifications which were 
identified in the library (bottom left) and later identified in DIA analysis of the Mitra device samples. (bottom right) 
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Figure S2. Optimization of DIA scheme for 15 minute run time. Increasing the number of MS2 scans at across the peak 
(MS2 scans FWHM) reduced quantitative variance (%CV) and the best method used a 70 ms ramp with 50 m/z wide 
isolation windows. The final DIA method used a 70 ms ramp and 40 m/z windows but a more focused precursor m/z and 
mobility range which resulted at 0.76 s data acquisition cycle and 3.3 to 4.0 MS2 scans at FWHM in subsequent 
experiments. 
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Table S3. Scores of different classifier models used to distinguish normal controls from hypertension patients. 
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  1 2 3 4 5 6 7 8 9 10 11 12 

A 36.6 38.2 37.1 39.0 36.1 36.6 37.5 36.6 37.8 38.2 39.3 39.2 

B 37.5 36.0 32.2 35.4 32.9 31.7 32.6 31.2 35.1 37.1 35.7 38.8 

C 37.9 36.7 37.0 35.0 35.9 35.6 35.6 38.9 29.3 31.5 36.7 39.3 

D 38.2 37.5 37.9 37.3 36.0 37.0 35.4 32.8 32.1 37.3 37.2 39.0 

E 39.5 37.1 36.1 36.6 37.4 36.9 37.3 35.2 34.9 36.8 38.4 38.9 

F 37.2 36.4 37.4 36.5 37.2 36.9 35.1 35.3 34.8 36.3 37.1 38.7 

G 36.1 37.2 37.9 36.3 36.1 37.3 35.4 33.5 33.9 35.0 35.8 38.1 

H 34.5 33.7 35.9 36.4 35.2 34.3 33.9 33.6 31.7 36.5 38.6 37.4 

 

Figure S3. Platform Performance across the cell lysate analysis. Top – MS1 and MS2 signal over course of the 

experiment. Middle – identifications over the course of the cell lysate analysis. Bottom – precursor identifications across 

plate 3 which had the highest variability. 
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